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Sir: 

In response to the Notice to Comply With Requirements for Applications Containing Sequence 
Disclosures mailed December 15, 2000, please amend the application as follows: 

IN THESPECiriCATION]^ 

Page 3, iinc^» after ''sequence'' insert --{SEQ ID NO: 1 )--; 
hne ]J^y alter '^sequence" insert --(SEQ ID NO: 2)--; 

i3 

' - line^aitcr "sequence" insert -(SEQ ID NO: 3)-; 
line >< a'i^r "^sequence" insert -(SEQ ID NO: 4)--. 

20 

Page 15, lineXafter^'Slbl:" insert --(SEQ ID NO: 5)-^ 



line after "Slb2 
line 24, after "Slb3 



insert "(SEQlDNO:6)-></ 
insert -(SEQ ID NO: 7)-. 



REMARKS 

Applicants submit this Amendment to insert required references to SEQ ID NOS of the Sequence Listing 
filed concurrently herewith. Applicants respectfully request examination on the merits of this application. 

Respcc^ully subnj>tt<jd. 
Date 7 Stephen A. 
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Reg. No. 29,768 
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Washington, D.C. 20007 



description. It should be understood, however, that the detailed 
description and the specific examples, only indicate preferred 
embodiments of the invention. 

BRIEF DESCRIPTION OF THE DRAWINGS 

^ ftOURB — ^ chowg the nucleotide sequence^ (top row) — I - D NO . ^ ) 
of the PCR product encoding the region spanning the HI and D domains 
and the deduced amino acid sequence of the CaNIKl protein ^(bottom 
row) {CG^ ID HO , 2 ) . The amino acid residues of functional domains 
are underlined. The three degenerate primers used to isolate the 
PCR products are shown as Slbl, Slb2, and Slb3 . 

■ WWRg -giiQwa the nucleotide s^quencq ^(top row) fOHi2 IB iiJU.iT 
of the gene CaNlkl and the deduced primary amino acid sequence of 
the CaNIKl protein~^(bottom row) (OD ^ ID HO . 4 ) , The beginning of each 
unique repeat is represented within the rectangle. The potential 
amine acid residues of different functional domains are underlined, 

FIGURE 3 is a schematic representation of the anatomy of two 
alleles in two strains of C. albicans according to the present 
invention. All the functional domains are shown as white bold 
letters inside each rectangle. A few of the unique restriction 
enzyme sites are shown at the top of the rectangle. The start of 
the protein coding region is shown as ATG . WO-1 and CAI8 are the 
two strains analyzed in this invention. HI and H2 are two identical 
alleles of the strain WO-1. Hl-L and H2-S represent large and small 
alleles respectively in strain CAI8 . The five hatched rectangular 
units in each allele represent repeat units described in this 
invention. The gray rectangular area encompassing XhoI-PstI in H2-S 
represents the region containing a deletion of approximately one 
repeat unit length. 

FIGURE 4 illustrates the deletion strategy used to generate a 
homozygous deletion mutant, HHSO, in strain CAI8 . The region 
spanning Aflll-Xhol was deleted and substituted by a hisG-Urablaster 
cassette in the plasmid pUNIK12.1 to create pCNH3 5 



phosphorylacion and measurement of kinase activity can be ;cund in 
Chapter 18 of Ausubel et ai , 

In a further example, a reporter gene is cperably linked tc a 
prorr.cter and the level cf transcription cf the reporter gene is 
T.cnitored after contact between the plurality and the test 
substance. In accordance with the present invention, the promcter 
region of the CaNlkl gene is operably linked to the lucif erase gene. 
Gene activity is thus linked to lucif erase activity, which can then 
be measured quanti tively , with a luminometer, as a bicluminescent 
reaction . 

The present invention is described further below by reference 
to the following examples, which are illustrative only. 

ExaTP.ole 1. PGR Amplification to Determine a CaNikl Probe 

The following, deoxyinosine-containing, degenerate primers were 

designed that encompassed the highly conserved regions of the two 

com^pcnent response regulators LemA (Hrabak & Willis, J Eacteriol 

174: 3 011-3020 (1992)), BarA {Nagasawa et: al . , Escherichia coll. Mcl 

vr-^>-ojb-''ci 6- 799-807 (1992)) and SLNl (Ota & Varshavasky, Science 

262: 566-569 (1993)), respectively: 1! -i-STO-'- IB -NOr6-) Slbl:^5- 

GAATTGAGAAGGGGT:tIAATGG-3, which corre|DO^ds^ ^ ^:^he histidine- 

autokinase domain; 2) (GDQ ID tTO . (!? ■ ) Slb2 :^5 -AGI?5cTAAGGCA GTACC:ACC-3 , 

wh"= ch corresponds to the ATF-bindino domain; and 3) fSCQ—rrr NO-?"7l 
ISBO \i> NO :t) 

5lb3 • '5-TTTAGGCATCTGGACITCCAT, which corresponds to the response 
regulator domain. Slbl ser-/ed as a 5' -end primer for PGR 
amplifications. The Slbl/Slb2 and Slbl/Slb3 pairs were used to 
amplify PGR products using the Hot-start wax gem (Ferkin, Elmer) 
prctoccl. The Hot-start wax gem protocol which generates PGR 
products used the following reaction mixture: 10 mM Tris-HCl, pH 
8.0, 50 mM KGl, 1 . 2 mM MgGlj, 100 jiM dNT?, 50 of each primer and 
2.5 units of Taq polymerase, in a final volume of 100 i^L . 
Renditions for PGR cycling included denaturation at 94°C for 1 min, 
annealing at 40°G for 1.5 min and extension at 72°G for 2.5 min. 
For all amclif ications , S, cerevisiae genomic DNA was used as a 



